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<170> Word 97 (DOS text file) 

<210> 1 
<211> 1626 
<212> DNA 

<213> Halobacterium salinarium 

<220> 
<221> CDS 

<222> (394) . . (1182) 



2 



<400> 1 

ggatccgacg tgaagatggg gctcccgatg 
tcacgacagg agccgaccag cgacacccag 
cacgagtttt tcgtgcgctt cgagtggtaa 
tgtttcgacg ccagccggcc gttgaaccag 
cccacacact cggtggggtg cgctattttg 
tgtctgacgg ttcatcggtc taaattccgt 
agttacacac atatcctcgt taggtactgt 



ggtgcaaccg tgaagtccgt cacggctgcg 60 



aaggtgcgaa cggttgagtg ccgcaacgat 12 0 



cacgcgtgca cgcatcgact tcaccgcggg 180 



caggcagcgg gcatttcaca gccgctgtgg 240 



gtatggtttg gaatccgcgt gtcggctccg 300 



cacgagcgta ccatactgat tgggtcgtag 3 60 



tgc atg ttg gag tta ttg cca aca 414 
Met Leu Glu Leu Leu Pro Thr 
1 5 



gca gtg gag ggg gta teg cag gcc cag ate aec gga cgt ecg gag tgg 462 
Ala Val Glu Gly Val Ser Gin Ala Gin lie Thr Gly Arg Pro Glu Trp 
10 15 20 



ate tgg eta geg cte ggt acg geg eta atg gga cte ggg acg ete tat 510 
lie Trp Leu Ala Leu Gly Thr Ala Leu Met Gly Leu Gly Thr Leu Tyr 
25 30 35 



ttc cte gtg aaa ggg atg ggc gtc teg gac eea gat gca aag aaa tte 558 
Phe Leu Val Lys Gly Met Gly Val Ser Asp Pro Asp Ala Lys Lys Phe 
40 45 50 55 



tac gee ate acg aeg etc gtc eca gee ate geg tte acg atg tac ete 



606 



3 



Tyr Ala lie Thr Thr Leu Val Pro Ala lie Ala Phe Thr Met Tyr Leu 
60 65 70 



teg atg ctg ctg ggg tat ggc etc aca atg gta ccg ttc ggt ggg gag 654 
Ser Met Leu Leu Gly Tyr Gly Leu Thr Met Val Pro Phe Gly Gly Glu 
75 80 85 



eag aac cee ate tac tgg gcg egg tac get gac tgg ctg ttc acc acg 702 
Gin Asn Pro lie Tyr Trp Ala Arg Tyr Ala Asp Trp Leu Phe Thr Thr 
90 95 100 



ccg ctg ttg ttg tta gac etc gcg ttg etc gtt gae gcg gat eag gga 750 

Pro Leu Leu Leu Leu Asp Leu Ala Leu Leu Val Asp Ala Asp Gin Gly 
105 110 115 

aeg ate ctt gcg etc gtc ggt gee gac ggc ate atg ate ggg acc ggc 798 

Thr lie Leu Ala Leu Val Gly Ala Asp Gly lie Met lie Gly Thr Gly 
120 125 130 135 



ctg gtc ggc gca ctg aeg aag gtc tac teg tac cge ttc gtg tgg tgg 84 6 
Leu Val Gly Ala Leu Thr Lys Val Tyr Ser Tyr Arg Phe Val Trp Trp 
140 145 150 



gcg ate age acc gca gcg atg ctg tac ate ctg tac gtg ctg ttc ttc 894 
Ala lie Ser Thr Ala Ala Met Leu Tyr lie Leu Tyr Val Leu Phe Phe 
155 160 165 



ggg ttc acc teg aag gee gaa age atg cge cee gag gtc gca tee acg 
Gly Phe Thr Ser Lys Ala Glu Ser Met Arg Pro Glu Val Ala Ser Thr 
170 175 180 



942 



4 



ttc aaa gta ctg cgt aac gtt acc gtt gtg ttg tgg tec gcg tat ccc 990 
Phe Lys Val Leu Arg Asn Val Thr Val Val Leu Trp Ser Ala Tyr Pro 
185 190 195 

gtc gtg tgg ctg ate ggc age gaa ggt gcg gga ate gtg eeg ctg aac 103 8 
Val Val Trp Leu lie Gly Ser Glu Gly Ala Gly lie Val Pro Leu Asn 
200 205 210 215 

ate gag aeg ctg ctg ttc atg gtg ctt gac gtg age gcg aag gtc ggc 1086 
lie Glu Thr Leu Leu Phe Met Val Leu Asp Val Ser Ala Lys Val Gly 
220 225 230 

ttc ggg etc ate etc ctg cge agt cgt gcg ate ttc ggc gaa gee gaa 1134 
Phe Gly Leu lie Leu Leu Arg Ser Arg Al-a lie Phe Gly Glu Ala Glu 
235 240 245 

gcg ccg gag eeg tee gee ggc gac ggc gcg gee gcg ace age gac tga 1182 
Ala Pro Glu Pro Ser Ala Gly Asp Gly Ala Ala Ala Thr Ser Asp 
250 255 260 

tegcacacge aggacageec cacaaeeggc geggctttte aacgacacac gatgagtcee 1242 

ccactcggte ttgtaetcgc acgatcgcge gaegaeggcg aegcegacgg egacttteca 1302 

gegtegctea acaggctgge tgtcgtcgcg etcgctggtg eggctctegt cggtgcggcg 1362 

ggtetgtteg ccgtgeegtt ectgeggtcg tteggcatga cgttttggga agcgtteaec 1422 



gttgttggtg tetecgagtt egteteggcc atcgtggcgg ecetcgcggg etaecaeetc 1482 



5 



tacaccacgc ccgacgacta gcagggcccg ctggcgagcc atcactcccg ctgtggcgag 1542 
gcgacggccg ttctgtaccg ctaccgccgg cccggagtcc gggacatcgg cggggcgatg 1602 
cgcatcgaac ggtcacccgg atcc 1626 

<210> 2 
<211> 262 
<212> PRT 

<213> Halobacterium salinarium 
<400> 2 

Met Leu Glu Leu Leu Pro Thr Ala Val Glu Gly Val Ser Gin Ala Gin 
15 10 15 

lie Thr Gly Arg Pro Glu Trp lie Trp Leu Ala Leu Gly Thr Ala Leu 
20 25 30 

Met Gly Leu Gly Thr Leu Tyr Phe Leu Val Lys Gly Met Gly Val Ser 
35 40 45 

Asp Pro Asp Ala Lys Lys Phe Tyr Ala lie Thr Thr Leu Val Pro Ala 
50 55 60 

lie Ala Phe Thr Met Tyr Leu Ser Met Leu Leu Gly Tyr Gly Leu Thr 
65 70 75 80 

Met Val Pro Phe Gly Gly Glu Gin Asn Pro lie Tyr Trp Ala Arg Tyr 
85 90 95 
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Ala Asp Trp Leu 
100 

Leu Val Asp Ala 
115 

Gly lie Met lie 
130 

Ser Tyr Arg Phe 
145 

lie Leu Tyr Val 

Arg Pro Glu Val 
180 

Val Leu Trp Ser 
195 

Ala Gly lie Val 
210 

Asp Val Ser Ala 
225 

Ala lie Phe Gly 



Phe Thr Thr Pro 

Asp Gin Gly Thr 
120 

Gly Thr Gly Leu 
135 

Val Trp Trp Ala 
150 

Leu Phe Phe Gly 
165 

Ala Ser Thr Phe 

Ala Tyr Pro Val 
200 

Pro Leu Asn lie 
215 

Lys Val Gly Phe 
230 

Glu Ala Glu Ala 
245 



Leu Leu Leu Leu 
105 

lie Leu Ala Leu 

Val Gly Ala Leu 
140 

lie Ser Thr Ala 
155 

Phe Thr Ser Lys 
170 

Lys Val Leu Arg 
185 

Val Trp Leu lie 

Glu Thr Leu Leu 
220 

Gly Leu lie Leu 
235 

Pro Glu Pro Ser 
250 



Asp Leu Ala Leu 
110 

Val Gly Ala Asp 
125 

Thr Lys Val Tyr 

Ala Met Leu Tyr 
160 

Ala Glu Ser Met 
175. 

Asn Val Thr Val 
190 

Gly Ser Glu Gly 
205 

Phe Met Val Leu 

Leu Arg Ser Arg 
240 

Ala Gly Asp Gly 
255 - 
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Ala Ala Ala Thr Ser Asp 



260 



<210> 3 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 



<210> 4 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 



primer 



<400> 
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cgcgtatcca gtcgtgtggc 



20 



primer 



<400> 



4 



cctcctgagg agtcgtgcga 



20 



<210> 5 



8 



<211> 91 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer 

<400> 5 

atcctgtacg tgctgttctt cgggttcacc gtcaaggagg cggcggcgca gcagcaggag 60 
tcggcgacga cgcagaaggc ggagaaggag g 91 



<210> 6 
<211> 96 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer 

<400> 6 

cgggatacgc ggaccacaac acaacggtaa cgttacgcag tactttgaac gtggatgcga 60 
cctccatgcg cgtgacctcc ttctccgcct tctgcg 96 



<210> 7 
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<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer 

<400> 7 

gtacatcctg tacgtgctgt tcttcg 26 



<210> 8 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer 

<400> 8 

acgacgggat acgcggacc 19 



<210> 9 

<211> 22 

<212> DNA 

<213> Artificial Sequence 



<220> 



10 



<223> Description of Artificial Sequence : oligonucleotide 
primer 

<400> 9 

atcctgtacg tgctgttctt eg 22 



<210> 10 
<211> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer 

<400> 10 

cgggatacgc ggacc 15 



<210> 11 

<211> 83 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
primer 



<400> 11 



